. More examples for global analysis of enhancer primary/secondary targets. Related to Figure 3 .
A-D: Similar to Figure 3A and B. The black arrows indicate local hits that do not pass global hits threshold.
E: This heatmap shows the number of overlapped gene targets for all 35 enhancers with global targets. The overlapped count was log2 transformed after a pseudo-count of 1 was added to each pair. Enhancers in the same loci (red squares) and across different loci (black squares) can share target genes.
Figure S4. More information about MYB-enh-3. Related to Figure 4.
A. MYB-enh-3 is highly conserved in all vertebrate. Note that the enhancer spans the one exon and part of one intron of AHI1. B. DNase-seq pattern of mouse early erythroid progenitors (EPCs). Note that CD117-CD71+TER119+ labels the differentiating erythroblast, which is depleted of this enhancer. C. Expression level of MYB in different primary blood cells. The numbers indicate the log2 TPM of the gene. The figure is generated by the SCREEN web interface from ENCODE project (http://screen.encodeproject.org). D. DNase I hypersensitivity at MYB-enh-3 in different primary blood cells. The x-axis indicates the Z-scores of the cell for the region. The figure is generated by the SCREEN web interface from ENCODE project (http://screen.encodeproject.org). E. ChIA-PET from K562 cells demonstrate the direct interactions between MYB-enh studied in this work and the promoter of MYB.
Supplementary Tables  Table S1. All the oligos used in this study. Related to STAR Methods. Table S2 . Sequencing statistics. Related to STAR Methods. Table S3 . Primary and secondary enhancer targets identified in this study. Related to Figure 1 . Table S4 . Differentially expressed genes identified in bulk RNA-seq experiments. Related to Figure  3. 
